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Anaerococcus prevotii (Foubert and Douglas 1948) Ezaki et al. 2001 is the type species of the 
genus, and is of phylogenetic interest because of its arguable assignment to the provisionally 
arranged family ‘Peptostreptococcaceae’. A. prevotii is an obligate anaerobic coccus, usually 
arranged in clumps or tetrads. The strain, whose genome is described here, was originally 
isolated from human plasma; other  strains of the species  were  also isolated from clinical 
specimen. Here we  describe the features of this organism, together with the complete ge-
nome sequence and annotation. This is the ﬁrst completed genome sequence of a member of 
the genus. Next to Finegoldia magna, A. prevotii is only the second species from the family 
‘Peptostreptococcaceae’ for which a complete genome sequence is described. The 1,998,633 
bp long genome (chromosome and one plasmid) with its 1852  protein-coding and 61 RNA 
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Figure 1. Phylogenetic tree highlighting the position of A. prevotii PC1T relative to all type strains of 
the genus Anaerococcus and the type strains of all other genera within the family ‘Peptostreptococ-
caceae’ inferred from 1,302 aligned characters [7,8] of the 16S rRNA sequence under the maxi-
mum likelihood criterion [9]. Rooting was done with the type species of the genus Clostridium. The 
branches  are scaled  in  terms  of the expected  number of  substitutions  per site. Numbers  above 
branches are support values from 1,000 bootstrap replicates if larger than 60%. Lineages with type 
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Table 1. Classiﬁcation and general features of A. prevotii PC1T in accordance with the MIGS recommendations [11]




Domain Bacteria TAS [12]
Current classiﬁcation
Phylum Firmicutes TAS [13]
Current classiﬁcation
Class Clostridia TAS [4]
Current classiﬁcation
Order Clostridiales TAS [14]
Current classiﬁcation
Family ‘Peptostreptococcaceae’ TAS [4]
Current classiﬁcation
Genus Anaerococcus TAS [1]
Current classiﬁcation
Species Anaerococcus prevotii TAS [1]
Current classiﬁcation
Type strain PC1 TAS [1,3]
Gram stain positive TAS [15]
Cell shape coccoid TAS [15]
Motility nonmotile TAS [15]
Sporulation nonsporulating TAS [15]
Temperature range mesophile TAS [15]
Optimum temperature 37°C TAS [15]
Salinity growth in PYG +6% NaCl TAS [16]
MIGS-22 Oxygen requirement anaerobic TAS [15]
Carbon source unknown
Energy source peptones TAS [1,3]
MIGS-6 Habitat human mouth, skin and vaginal microﬂora TAS [3,10]
MIGS-15 Biotic relationship free living NAS
MIGS-14 Pathogenicity opportunistic infections TAS [10]
Biosafety level 2 TAS [17]
Isolation human plasma TAS [3]
MIGS-4 Geographic location not reported
MIGS-5 Sample collection time not reported
MIGS-4.1 
MIGS-4.2 Latitude – Longitude not reported
MIGS-4.3 Depth not reported
MIGS-4.4 Altitude not reported
Evidence codes - IDA: Inferred from Direct Assay (ﬁrst time in publication); TAS: Traceable Author Statement (i.e., a 
direct report exists in the literature); NAS: Non-traceable Author Statement (i.e., not directly observed for the living, 
isolated sample, but based on a generally accepted property for the species, or anecdotal evidence). These evidence 
codes are available from the Gene Ontology project [18]. If the evidence code is IDA, then the property was directly 
observed for a live isolate by one of the authors or an expert mentioned in the acknowledgements.
.
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MIGS ID Property Term
MIGS-31 Finishing quality Finished
MIGS-28 Libraries used
Three genomic libraries: two Sanger libraries - 8 kb 
pMCL200 and fosmid pcc1Fos – and one 454 pyrose-
quence standard library
MIGS-29 Sequencing platforms ABI3730, 454 GS FLX, Illumina GA
MIGS-31.2 Sequencing coverage 6.8 Sanger; 42.3 pyrosequence
MIGS-30 Assemblers Newbler version 1.1.02.15, Arachne
MIGS-32 Gene calling method Prodigal, GenePRIMP
Genbank IDs CP001708 (chromosome) Genbank IDs
CP001709 (plasmid pAPRE01)
Genbank Dates of Release 4/28/2009 (chromosome) Genbank Dates of Release
4/28/2009 (plasmid pAPRE01)
GOLD ID Gc01089
NCBI project ID 29533
Database: IMG-GEBA 2501533213
MIGS-13 Source identiﬁer DSM 20548
Project relevance Tree of Life, GEBA
Figure  2.  Scanning electron  micrograph  of  A. 
prevotii PC1T (M. Rohde, HZI Braunschweig)
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Table 3. Genome Statistics
Attribute Value % of Total
Genome size (bp) 1,998,633 100.00%
DNA Coding region (bp) 1,815,671 90.85%
DNA G+C content (bp) 712,291 35.64%
Number of replicons 2
Extrachromosomal elements 1
Total genes 1913 100.00%
RNA genes 61 3.19%
rRNA operons 4
Protein-coding genes 1852 96.81%
Pseudo genes 46 2.405%
Genes with function prediction 1399 73.13%
Genes in paralog clusters 231 12.08%
Genes assigned to COGs 1421 74.28%
Genes assigned Pfam domains 1428 74.65%
Genes with signal peptides 337 17.62%
Genes with transmembrane helices 467 24.41%
CRISPR repeats 0
Figure 3. Graphical circular map of the genome. From outside to the center: Genes on forward 
strand (color by COG categories), Genes on reverse strand (color by COG categories), RNA genes 
(tRNAs green, sRNAs red, other RNAs black), GC content, GC skew.
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http://standardsingenomics.org  163Table 4. Number of genes associated with the 21 general COG functional categories
Code Value  % Description
J 133 7.2 Translation, ribosomal structure and biogenesis
A 0 0.0 RNA processing and modiﬁcation
K 118 6.4 Transcription
L 105 5.7 Replication, recombination and repair
B 1 0.1 Chromatin structure and dynamics
D 20 1.1 Cell cycle control, mitosis and meiosis
Y 0 0.0 Nuclear structure
V 55 3.0 Defense mechanisms
T 43 2.3 Signal transduction mechanisms
M 69 3.7 Cell wall/membrane biogenesis
N 5 0.3 Cell motility
Z 0 0.0 Cytoskeleton
W 0 0.0 Extracellular structures
U 19 1.0 Intracellular trafﬁcking and secretion
O 61 3.3 Posttranslational modiﬁcation, protein turnover, chaperones
C 84 4.5 Energy production and conversion
G 144 7.8 Carbohydrate transport and metabolism
E 107 5.8 Amino acid transport and metabolism
F 61 3.3 Nucleotide transport and metabolism
H 56 3.0 Coenzyme transport and metabolism
I 37 2.0 Lipid transport and metabolism
P 102 5.5 Inorganic ion transport and metabolism
Q 9 0.5 Secondary metabolites biosynthesis, transport and catabolism
R 84 4.5 General function prediction only
S 118 6.4 Function unknown
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